. Retrograde signals from the chloroplast suppress the constitutive photomorphogenic phenotype of pifq and cop1 seedlings in the dark.
(a) Wild-type, pifq and cop1-4 seedlings were grown for 3 days in the dark in the absence (Dark) or presence (Dark Linc) of lincomcyin. Scale bar corresponds to 2.5 mm (left). (b) Cotyledon angle of seedlings grown as in (a). Error bars represent SE (n≥30, except for cop1 where n=7). The experiment was repeated three times with similar results. Different letters denote statistically significant differences among means by Tukey-b's test (P <0.05).
6 Supplementary Fig. 6 . Norflurazon treatment does not affect the development of dark-grown seedlings. (a) Wild-type and pifq seedlings were grown for 3 days in the dark in the absence (Dark) or presence (Dark NF) of norflurazon. (b) Expression of LHCB1.4 was analyzed by qRT-PCR in 3-day-old WT or pifq seedlings grown for 3 days in the dark in the absence (Dark) and presence of either lincomcyin (Linc) or norflurazon (NF). Values were normalized to PP2A, and expression levels are expressed relative to WT dark set at one. Data are the means ± SE of technical triplicates. n.s indicate not statistically significant differences of norflurazon treatment in each genotype by Student's t test (P < 0.01 (**); P < 0.001 (***); n.s., not significant). (c) Cotyledon and hook angle, and hypocotyl length of seedlings grown as in (a). Error bars represent SE of two independent experiments (n≥25). Different letters denote statistically significant differences among means by Tukey-b's test (P <0.05). Groups are based on their response to lincomycin: statistically and significantly (SS) induced (left), repressed (center), or not SS regulated by lincomycin (right). pifq median in the dark is represented with a black dashed line. The list of genes belonging to each subgroup is provided in Supplementary Data 2. SSTF genes: genes whose expression changed statistically significantly and by at least twofold.
Supplementary Fig. 10. Lincomcyin reversion of PIF-regulated gene expression.
Transcript levels of genes regulated in the same direction by PIFs (SSTF genes) and lincomycin (SS genes) (described in Supplementary Fig. 9 ) in 3 day-old dark-grown WT and pifq seedlings in the absence (Dark) (black boxes) or presence (Dark Linc) (gray boxes) of lincomycin grouped by the percentage of reversion to WT levels induced by lincomycin: less than 50% (left), between 50 and 75% (middle left), between 75 and 100% (middle right) or more than 100% (right). (a) 354 PIF-and lincomycin-repressed genes. (b) 793 PIF-and lincomycin-induced genes. WT median in the dark is represented by a black dashed line. The list of genes belonging to each subgroup is provided in Supplementary Data 2. SS and SSTF genes: genes whose expression changed statistically significantly (SS) and by at least twofold (SSTF). Identified significant binding sites are indicated by an asterisk below the pile-up ChIP-seq tracks, and extends to 200bp around the centered peak summit defined as the binding-peak maximum. G-and PBE-box motifs in the promoter are indicated.
Data obtained from 16 . GLK1 was defined as a PIF4-bound gene by ChIP-qPCR 31 and in a ChIP-seq experiment 32 . Supplementary Fig. 17 . 'Gene Set PIF-RS' is enriched in GLK1-regulated genes. 
